The basidiomycete Sporisorium graminicola (formally Pseudozyma graminicola) strain CBS10092 was originally isolated from an herbaceous plant in Russia. It is a known producer of mannosylerythritol lipids (MELs), the main component being MEL-C. Here, we present the 19.9-Mb draft genome sequence, which comprises 6,602 genes, including those encoding the MEL biosynthetic pathway.
version 1.200 (13) with a minimum window score of 20. The Braker2 pipeline (14) was used to call genes and found a total of 7,190 transcripts, assigned to 6,602 genes.
Using the available annotation of U. maydis (15) and other related fungi (16-18), we annotated the S. graminicola genome and identified the MEL biosynthetic gene cluster. The in silico translation of the five genes from this cluster, mac2, emt1, mac1, mmf1, and mat1, shared 65%, 80.45%, 67.79%, 73.76%, and 56% identity, respectively, to the corresponding genes in U. maydis, and 76.64%, 56.49%, 61.96%, 74.28%, and 51.13% identity, respectively, to the corresponding genes in Moesziomyces aphidis DSM 70725. The S. graminicola sequence and annotation will aid in the utilization of this strain for future industrial exploitation.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession number SRRM00000000. The version described in this paper is the first version, SRRM01000000 (as 22 contigs). All sequence data for RNA-Seq experiments used for annotation purposes have been submitted to the National Center for Biotechnology Information (NCBI) Sequence Read Archive (accession numbers SRR8919640 to SRR8919655). The raw reads for the PacBio sequencing can be found under the accession number SRR9845579. 
